Analyses of nucleotide sequences from the D1/D2 domains of the large-subunit rDNA and phenotypic characteristics showed that the genera Moniliella and Trichosporonoides are members of a single, monophyletic clade that would be best represented by a single anamorphic genus. On the basis of taxonomic priority, we propose the transfer of the five species of the genus Trichosporonoides to the genus Moniliella. The description of the genus Moniliella is emended and the following new combinations are proposed: Moniliella madida comb. nov., Moniliella megachiliensis comb. nov., Moniliella nigrescens comb. nov., Moniliella oedocephalis comb. nov. and Moniliella spathulata comb. nov. In addition, ten strains representing a novel yeast species belonging to the Moniliella clade were isolated from flowers in Thailand, Cuba and Brazil. Analysis of the internal transcribed spacer and D1/D2 large-subunit rDNA sequences indicated that the isolates represent a single species that was distinct from other species of the Moniliella clade. The name Moniliella fonsecae sp. nov. is proposed to accommodate these strains. The type strain is BCC 7726 T (5CBS 10551 T ).
and Moniliella mellis, were described by von Arx (1972) and Rao & de Hoog (1975 ), respectively. De Hoog & Guého (1984 proposed the new combination Moniliella pollinis for M. tomentosa var. pollinis on the basis of slight ecological, morphological and physiological differences, supported by a marked difference in the DNA G+C content. In general, the four Moniliella species are associated with fatty substrates, honey, pollen, tobacco, human sputum or spoiled foods (de Hoog & Smith, 1998a) . The genus is similar to Trichosporonoides (Haskins & Spencer, 1967) and the two were considered to be possibly synonymous by Boekhout (1998) and Smith (1998a, b) . The descriptions of the two genera were based on similar phenotypic characteristics. Species of both genera form smooth, velvety or cerebriform colonies, and most become olivaceous; pseudomycelium and arthroconidia are formed; sugars are fermented; nitrate is assimilated; the diazonium blue B reaction is positive; urease is produced; coenzyme Q-9 is produced; and xylose and fucose are absent from cell walls (de Hoog & Smith, 1998a, b) . The type species of the genus Moniliella is M. acetoabutens, and the type species of the genus Trichosporonoides is T. oedocephalis (de Hoog & Smith, 1998a, b) .
In the course of three independent studies of yeasts associated with plants in Thailand, Cuba and Brazil, several isolates of an unidentified yeast species were found. Analysis of sequences of the internal transcribed spacer (ITS) and D1/D2 domains of the large-subunit (LSU) rDNA showed that these strains represented a single species that was genetically distinct from other species in the Moniliella-Trichosporonoides clade. The name Moniliella fonsecae sp. nov. is proposed for the novel species, in honour of the Portuguese yeast researcher Á lvaro Fonseca, in recognition of his contributions to yeast systematics and ecology. In addition, we propose the transfer of Trichosporonoides species to the genus Moniliella based on phenotypic characteristics and phylogenetic sequence analyses.
The origins of strains of the novel species studied are listed in . The plates were incubated at room temperature (25±3 u C) for 3-8 days. Each different yeast morphotype was purified and maintained on YM slants or in liquid nitrogen storage for later identification. The yeasts were characterized by using standard methods (Yarrow, 1998) . Identifications followed the taxonomic keys of Kurtzman & Fell (1998) .
The ITS/5.8S rDNA and the D1/D2 variable domains of the LSU rDNA were amplified directly from whole cells as described previously (Marinoni & Lachance, 2004) . The amplified DNA was cleaned on QIAquick PCR columns (Qiagen) and sequenced using an ABI sequencer at the John P. Robarts Research Institute, London, Ontario, Canada. The type strains of M. acetoabutens and M. mellis were also sequenced. The sequence was edited with the program DNAMAN, version 6 (Lynnon BioSoft). Existing sequences for other yeasts were retrieved from GenBank. The CLUSTAL W software (Thompson et al., 1994) incorporated in DNAMAN was used to align the sequences and construct a neighbour-joining tree with 1000 bootstrap iterations using the Kimura two-parameter transform.
Sequence comparisons indicated that the strains from Brazil, Cuba and Thailand represented a novel yeast species belonging to the Moniliella-Trichosporonoides clade (Fig. 1) . The isolate from Thailand and the Brazilian strain UFMG-05-T44 had the same sequence in the ITS/5.8S and D1/D2 LSU rDNA. The Cuban strain had two substitutions in the D1/D2 LSU rDNA and two substitutions in the ITS region in comparison with the other two. The closest relatives of this novel species were M. acetoabutens, M. suaveolens and Trichosporonoides spathulata. The D1/D2 LSU rDNA sequence of the novel species differed by 15 % or more (nearly 100 substitutions, depending on the alignment) from any related species, indicating a long history of divergent evolution. The phylogram in Fig. 1 further showed that the genera Moniliella and Trichosporonoides are members of a single, monophyletic clade that would be best represented by a single anamorphic genus, as suggested by Boekhout (1998) , because of their similar phenotypic characteristics. The genus Moniliella was described in 1966 (Stolk & Dakin, 1966 ) and has taxonomic priority over Trichosporonoides, which was described in 1967 (Haskins & Spencer, 1967) . On the basis of taxonomic priority, the name Moniliella fonsecae sp. nov. is proposed for the novel species isolated from flowers in Thailand, Cuba and Brazil.
The isolation of M. fonsecae sp. nov. in Thailand, Cuba and Brazil suggests that it is a widespread organism adapted to flowers of tropical forest ecosystems and to the insects that visit these flowers. M. fonsecae sp. nov. has a narrow physiological profile, assimilating only a few carbon sources. This suggests that the yeast is a habitat specialist, possibly restricted to sugary substrates such as nectar from tropical flowers.
The phylogenetic placement of the MoniliellaTrichosporonoides clade is not well established. The species included in the analysis in Fig. 1 represent all those for which D1/D2 LSU sequences are available in GenBank. The outgroup was the nearest neighbour detected in the database by using a BLAST search (Altschul et al., 1997) . Phylloporia pectinata is a member of the Hymenochaetales, class Agaricomycetes in the Basidiomycetes (Wagner & Ryvarden, 2002; Hibbett et al., 2007) . Other sequences with a high similarity score would link the clade to the order Tilletiales. Hibbett et al. (2007) classified Tilletiales in the Ustilagionomycotina, class Exobadiomycetes. Furthermore, P. pectinata (outgroup; Fig. 1 ) exhibited 25 % or more sequence divergence from any species in the tree, which is beyond the limit of useful resolution for the gene in question. A preliminary examination of the small-subunit rRNA gene of a clade member (M. A. Lachance, unpublished observations) did not result in a more reliable placement, due partly to the paucity of sequences for that gene in the database. Additional studies will be necessary to obtain a secure placement, although it is clear that the clade belongs to the Basidiomycetes.
On the basis of taxonomic priority, we suggest the transfer of the five Trichosporonoides species to the genus Moniliella. With the assignment of the five species of the genus Trichosporonoides to the genus Moniliella and the description of the non-fermenting species M. fonsecae sp. nov., the genus description requires emendation. 
